Mycobacterium porcinum is a rapidly growing environmental mycobacterium responsible for opportunistic infections. The 7,025,616-bp draft genome of M. porcinum strain CSURP1564 exhibits a 66.71% GϩC content, 6,687 protein-coding genes, and 65 predicted RNA genes. In silico DNA-DNA hybridization confirms its assignment to the Mycobacterium fortuitum complex.
(CWKH00000000), 31.40% with M. fortuitum CT6 (NCBI reference sequence number NZ_CP011269), and 20.5% with M. avium 104 (NCBI reference sequence NC_008595).
This result confirmed that M. porcinum strain CSURP1564 differs from M. conceptionense in the M. fortuitum complex. This is the first report of MinION technology applied to the genome sequencing of a nontuberculous Mycobacterium species (25) . In our experience, MinION technology has been helpful in determining genome backbones. Reporting on the M. porcinum CSURP1564 genome sequence will help to establish DNA-based methods for its detection and identification in environmental, animal, and clinical specimens to complement the rpoB gene that we previously developed (2, 26) .
Accession number(s). The draft genome sequence of M. porcinum CSURP1564 has been deposited at the European Bioinformatics Institute (EBI), European Nucleotide Archive (ENA), under the accession number OLMG00000000 (OLMG01000001 to OLMG01000005).
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